at the herbarium of Tehran University (TUH). Sequences generated from these vouchers (Suppl. 1) as well as selected 105 vouchered sequences from NCBI GenBank were used to construct a DNA barcode reference library (Suppl. 2). 106 17SE_F (5'-ATGGTCCGGTGAAGTGTTC-3'), 26SE_R (5'-CCCGGTTCGCTCGCCGTTAC-3'), 5.8I-1_R (5'-125 GTTGCCGAGAGTCGT-3') and 5.8I-2_F (5'-GCCTGGGCGTCACGC-3') (Sun et al. 1994 ). The trnL-F spacer was 126 amplified using the following primers: C_F (5'-CGAAATCGGTAGACGCTACG-3'), C2_F (5'-127 GGATAGGTGCAGAGACTCAAT-3') and F_R (5'-ATTTGAACTGGTGACACGAG-3') ( Taberlet For Bayesian analyses, the model GTR + G was selected for all datasets. Two independent runs with sixteen 169 MCMC chains were simultaneously performed for 20 million rearrangements initiated with a random starting tree, and 170 sampling one tree every 1000 generations, except for matK. For matK, we performed eight MCMC chains and a total of 171 10 million generations using the default heating temperature. Convergence of runs with default parameters was assessed 172 on preliminary analyses. Where convergence did not occur, the heating parameter was adjusted to reach a convergence. 173
Convergence of runs was assessed using Tracer v. 1.6 (Rambaut et al. 2014) . Twenty-five percent of trees were 174 discarded as burn-in, and the remaining trees were used to generate a consensus tree with Bayesian posterior 175 probabilities (PP) values. Only PP values over 0.95 were considered and included for each marker and concatenated 176 topologies. The number of trees retained for each analysis is presented in Table 2 . 177
For maximum likelihood analyses with RAxML, the model GTR + G was selected for all datasets, and a rapid 178 bootstrap analysis with 1000 trees was conducted. Single marker trees were compared for incongruence prior to 179 concatenation. Datasets were concatenated using Geneious v. 6.1.8 (Kearse et al. 2012). Multiple GenBank reference 180 sequences for a single species were merged in order to obtain one consensus species sequence (cf. Suppl. 2). The unlink 181 option was used to estimate the parameters for each partition. 182
The BI and ML phylogenetic trees were used to identify the query tubers (Suppl. 4-11). The tubers were 183 considered successfully identified to species level when they were monophyletically clustered with related individuals 
Species identifications 218
The similarity-based approach using BLAST using nrITS marker data identified 59 out of 104 tuber samples (57%) to 219 genus level and 45 (43%) to species level. Using trnL-F spacer, 61 out of 94 tuber samples (65%) were identified to 220 genus level and 33 (35%) to species level. Using matK, 11 out of 28 tuber samples (39%) were identified to genus and 221 17 (61%) to species level. The consensus of the BLAST identification of the three markers resulted in genus level 222 identification in 93 samples (62%) and species level in 57 samples (38%) (Table 3; Suppl. 12). 223
The tree-based approach using RAxML maximum likelihood using nrITS marker data identified 34 out of 104 224 tubers (33%) to genus level and 70 (67%) to species level (Suppl. 4, Suppl. 12). Using trnL-F spacer, 39 out of 94 225 samples (42%) were identified to genus level and 55 (58%) to species level (Suppl. 5, 12). Using matK, 12 out of 28 226 tuber samples (43%) were identified to genus and 16 (57%) to species level (Suppl. 6, 12). Concatenated data identified 227 87 samples (58%) to genus level and 63 (42%) to species level (Suppl. 7, 12). The ML consensus identification of the 228 three markers identified 60 samples (40%) to genus level and 90 samples (60%) to species level (Table 3 ; Suppl. 12). 229
The tree-based approach using MrBayes Bayesian inference using nrITS marker data identified 33 out of 104 230 tubers (32%) to genus level and 71 (68%) to species level (Suppl. 8, 12). Using trnL-F spacer, 39 out of 94 samples 231 (42%) were identified to genus level and 55 (58%) to species level (Suppl. 9, 12). Using matK, 9 out of 28 tuber 232 samples (32%) were identified to genus and 19 (68%) to species level (Suppl. 10, 12). Concatenated data identified 48 233 samples (32%) to genus level and 102 (68%) to species level (Suppl. 11, 12). The BI consensus identification of the 234 three markers identified 53 samples (35%) to genus level 97 samples (65%) to species level (Table 3 ; Suppl. 12). 235
The final identification that combines consensus identification results of ML, BI and BLAST approaches 236 produced an identification of 49 tubers (32.7%) to the genus level and 101 (67.3%) to the species level (Suppl. 12). 237
238

Species composition of Salep 239
Similarity-based identifications using BLAST showed that Orchis (51 samples), Anacamptis This study has produced a resource of 238 reference sequences and 226 tuber sequences that can be used for 283 identification of Orchidaceae species in the poorly documented Salep trade in Turkey, Greece and Albania. It also 284
shows that genomic DNA of sufficient quality can be extracted and sequenced from highly processed Salep tubers. 285
However, extraction of DNA is accompanied with some difficulties as a result of gel formation due to the high 286 glucomannan content in the tubers. Post-harvest storage time of the tubers and boiling time during processing may also 287 affect the quality of extracted DNA. Among the applied markers, nrITS and trnL-F spacer were easier to amplify and 288 sequence than matK and these markers also show a higher discriminatory power for most of the genera. 
